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The authors regret that some errors appeared in Table 2 of the above-referenced article. The symbiont of Lotus japonicus isMesorhizobium loti,
and the symbionts of Medicago truncatula are Sinorhizobium meliloti and Sinorhizobium medicae. The host Glycine max was not included; its
symbiont is Bradyrhizobium japonicum.
For the reader's convenience, the correct entire Table 2 appears here.
An additional error appeared on page 135, second paragraph: It is stated that only EST data are available forM. truncatula, however, the whole
genome sequence is available through www.medicago.org/genome.DOI of original article: 10.1016/j.ygeno.2009.12.004.
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Table 2
Ongoing or ﬁnished (1) holobiont, (2) symbiont-only, (3) pathogen-only, and (4) host-only genome projects. Summarized from the National Center for Biotechnology Information
(NBCI), the Genome News Network (GNN), and Genomes Online (GOLD) databases. Pathogens are deﬁned as host-associated microbial species that can inﬂict morbidity and or
mortality onto hosts. Mutualists/beneﬁcial symbionts are deﬁned as host-associated microbial species that are asymptomatic and are known or predicted to enhance host health and
ﬁtness.
(A) Whole genome sequence available for two or more holobiont members
Host Vector Symbiont/pathogen
Vertebrates
Homo sapiens Anopheles gambiae (insect) Plasmodium falciparum, P. vivax (Apicomplexan parasite)
Homo sapiens Biomphalaria glabrata (snail) Schistosoma japonicum, S. mansoni (trematode parasite)
Homo sapiens Flea/tick Rickettsia conorii, R. typhi, R. prowazekii, R. sibrica (bacterial pathogen)
Homo sapiens gut microbiome=Bacteroides fragilis, B. thetaiotaomicron,
Biﬁdobacterium longum, Escherichia coli, Lactobacillus jhonsonii,
Lactobacillus plantarum (bacterial symbionts)
Homo sapiens Leptospira interrogans, Listeria monocytogenes, Salmonella enterica,
S. typhimurium, Shigella ﬂexneria, Burholderia pseudomallei, Chlamydia
trachomatis, Chlamydophila pneumoniae, Clostridium perfringens, C.
tetani, Corynebacterium diptheriae, Fusobacterium nucleatum,
Haemophilus ducreyi, H. inﬂuenzae, Helicobacter pylori, Legionella
pneumophila, Mycobacterium leprae, M. tuberculosis, Mycoplasma
genitalium, M. penetrans, M. pneumoniae, Neisseria meningitides,
Nocardia farcinica, Porphyromonas gingivalis, Propionibacterium acnes,
Pseudomonas aeruginosa, Staphylococcus aureus, Streptococcus
agalactiae, S. mutants, S. pneumoniae, S. pyogenes, Treponema
denticola, T. pallidum, Tropheryma whipplei, Ureaplasma realyticum,
Vibrio cholerae, V. parahaemolyticus, V. vulniﬁcus, Yersinia
pseudotuberculosis, Yersinia pestis (bacterial pathogens)
Homo sapiens Candida glabarata (fungal pathogen)
Homo sapiens Cryptosporidium parvum (Apicomplexan parasite)
Homo sapiens Encephalitozoon cuniculi (Microsporidian parasite)
Non-human primates Plasmodium knowlesi
Pan troglodytes Plasmodium reichenowi
Bos taurus Mannheimia succuniciproducens, Wolinella succinogenes
(bacterial symbionts)
Bos taurus Mycobacterium bovis, M. paratuberculosis, Mycoplasma mycoides,
Pasteurella multocida (bacterial pathogens)
Rodents Plasmodium berghei, P. chabaudi, P. yoelii
Multiple mammals (including humans) Bartonella henselae, B. Quintana, Bordetella bronchoseptica, B.
parapertussis, B. pertussis, Borellia burgdorferi, Brucella melitensis,
Brucella suis, Burholderia mallei, Campylobacter jejuni, Coxiella
burnetti, Pasteurella multocida (bacterial pathogens)
Avian Aedes aegypti (insect) Plasmodium gallinaceum (Apicomplexan parasite)
Insects
Culex quinquefasciatus Wolbachia sp. (bacterial symbiont)
Drosophila melanogaster, D. ananassae, D. simulans, D. Williston,
D. americana, D. equinoxialis, D. erecta, D. grimshawi, D. littoralis,
D. mauritiana, D. mercatorum, D. mimica, D. miranda,
D. mojavensis, D. novamexicana, D. persimilis, D. pseudoobscura,
D. replete, D. sechellia, D. silvestris, D. virilis
Wolbachia sp. (bacterial symbiont)
Acyrthosiphon pisum Buchnera aphidicola, Candidatus Hamiltonella defensa 5AT, Erwinia
aphidicola (bacterial symbionts)
Nematodes
Brugia malayi Wolbachia sp. (bacterial symbiont)
Plants
Lotus japonicus Mesorhizobium loti (bacterial symbiont)
Medicago truncatula Sinorhizobium meliloti,Sinorhizobium medicae (bacterial symbiont)
Populus trichocarpa Laccaria bicolor (fungal symbiont)
Glycine max Bradyrhizobium japonicum (bacterial symbiont)
(B) Pathogen genomes sequenced. Host/vector genome sequence not available yet
Host Pathogen
Plants
Angiosperm plants Agrobacterium tumefaciens, Pseudomonas syringae, Ralstonia solanacearum (bacterial)
Cotton and citrus Ashbya gossypii (fungal)
Citrus Xanthomonas axonopodis, X. campestris (bacterial)
Potato Erwinia carotovora (bacterial)
Sugarcane Leifsonia xyli (bacterial)
Multiple crops Xylella fastidiosa (bacterial)
(C) Symbiont genomes sequenced. Host/vector genome sequence not available yet
Host Symbiont
Mammals Bacillus antrhacis (bacterial)
Carpenter ants Blochmannia ﬂoridanus (bacterial)
Legume plants Bradyrhizobium japonicum, Mesorhizobium loti, Sinorhizobium meliloti (bacterial)
Tse-tse ﬂies Wigglesworthia pipientis (bacterial)
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